ABSTRACT We report the genome sequence of Sporanaerobacter acetigenes strain F-12, isolated from the rumen of a steer grazing on Rhodes grass in Townsville (Lansdown Research Station), Queensland, Australia. This draft genome consists of 2,866,191 bp, with 31.23% GϩC content and 2,889 predicted coding sequences.
.gov/Blast.cgi). Genomes were analyzed using JSpeciesWS to calculate the average nucleotide identity values using BLASTϩ (ANIb) (7) , and the Genome-to-Genome Distance Calculator (GGDC) version 2.1 (8) was used to estimate in silico DNA-DNA hybridization (isDDH) values between strains. An ANIb result of 99.22% and GGDC of 96.4% isDDH were obtained between strains F-12 and Lup 33 T , supporting their affiliation in the same species. However, the ANIb values of the strain F-12 with the other two strains, NJN-17 and PP17-6a, were 70.43% and 69.86%, respectively. The type strain Lup 33 is an acetogen which produces the only acetate from glucose metabolism (1) . Acetate kinase (ackA) and phosphotransacetylase (pta) genes play a crucial role in the production of acetate, and the strain F-12 genome contained one copy of ackA and two copies of pta genes. Strain Lup 33 T facultatively uses elemental sulfur as a terminal electron acceptor, producing sulfide (1). The sulfide reductase gene (dsrE family), which encodes an enzyme to participate in sulfur metabolism, was annotated in the genome of strain F-12. The role of Sporanaerobacter acetigenes strain F-12 is unknown, but its role in N metabolism and the capacity of biotransformation of environmental contamination, such as that caused by RDX, in the rumen are worthy of further investigation.
Data availability. The draft genome sequence for Sporanaerobacter acetigenes strain F-12 has been deposited in DDBJ/EMBL/GenBank under the accession no. SETF00000000, BioProject no. PRJNA507312, and BioSample no. SAMN10856089. The raw genomic sequencing reads are available in the Sequence Read Archive (SRA) database under accession no. SRR8529233.
